Escherichia coli O157:H7 is a common food pathogen which has a serious effect on human health. We report here the complete genome sequence of Escherichia coli O157:H7 strain Al Ain, isolated from camel feces in the United Arab Emirates.
5,444,610 bp containing 5,399 coding sequences (CDSs), 105 tRNAs, 22 rRNAs, and 8 noncoding RNAs (ncRNAs). The AϩT content was 49.7%, and the GϩC content was 50.3%.
In-depth analyses of these isolates are in progress and will provide more information regarding E. coli O157 and its virulence genes in camels. Furthermore, understanding the evolution of these particular strains in relation to other isolates will help us understand more about these strains.
Data availability. The genome sequence of E. coli O157 strain Al Ain has been deposited in the NCBI GenBank database under accession number CP043539. The raw sequences are available in the NCBI SRA database under accession number SRR10127193. The versions described in this paper are the first versions.
